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obtained therefrom is herein designated DNA56540. 

In light of an observed sequence homology between the DNA56540 consensus sequence and an EST 
sequence encompassed within the Incyte EST clone no. 14861 14, the Incyte EST clone 14861 14 was purchased 
and the cDNA insert was obtained and sequenced. It was found that this insert encoded a full-length protein. 
The sequence of this cDNA insert is shown in Figure 263 and is herein designated as DNA60615-1483. 
5 The full length clone shown in Figure 263 contained a single open reading frame with an apparent 

translational initiation site at nucleotide positions 47-49 and ending at the stop codon found at nucleotide positions 
1388-1390 (Figure 263; SEQ ID NO:368). The predicted polypeptide precursor (Figure 264, SEQ ID NO:369) 
is 447 amino acids long. PROl 125 has a calculated molecular weight of approximately 49,798 daltons and an 
estimated pi of approximately 9.78. Clone DNA60619-1482 has been deposited with ATCC and is assigned 
10 ATCC deposit no. 209993. It is understood that the clone has the actual sequence and that the sequences herein 
are representations based on current techniques which may be prone to minor errors. 

Based on a WU-BLAST2 sequence alignment analysis (using the ALIGN computer program) of the full- 
length sequence, PROl 125 shows some sequence identity with the following Dayhoff designations: 
RC01_NEUCR; S58306; PKWAJTHECU; S76086; P_R8588I; HET1 PODAN; SPU92792J; 
15 APAF_H UM AN ; S76414 and S59317. 

EXAMPLE 118: Isolation of cDNA clones Encoding Human PROl 186 

Use of the signal sequence algorithm described in Example 3 above allowed identification of a single 
EST cluster sequence from the Incyte database. This EST cluster sequence was then compared to a variety of 

20 expressed sequence tag (EST) databases which included public EST databases (e.g. , GenBank) and a proprietary 
EST DNA database (LIFESEQ®, Incyte Pharmaceuticals, Palo Alto, CA) to identify existing homologies. The 
homology search was performed using the computer program BLAST or BLAST2 (Altshul et al., Methods in 
Enzvmology 266:460-480 (1996)). Those comparisons resulting in a BLAST score of 70 (or in some cases 90) 
or greater that did not encode known proteins were clustered and assembled into a consensus DNA sequence with 

25 the program "phrap" (Phil Green, University of Washington, Seattle, Washington). The consensus sequence 
obtained therefrom is herein designated DNA56748. 

In light of an observed sequence homology between the DNA56748 consensus sequence and an EST 
sequence encompassed within the Incyte EST clone no. 3476792, the Incyte EST clone 3476792 was purchased 
and the cDNA insert was obtained and sequenced. It was found that this insert encoded a full-length protein. 

30 The sequence of this cDNA insert is shown in Figure 265 and is herein designated as DNA60621-1516. 

The full length clone shown in Figure 265 contained a single open reading frame with an apparent 
translational initiation site at nucleotide positions 91-93 and ending at the stop codon found at nucleotide positions 
406-408 (Figure 265; SEQ ID NO:370). The predicted polypeptide precursor (Figure 266, SEQ ID NO:371) 
is 105 amino acids long. The signal peptide is at amino acids 1-19 of SEQ ID NO:371. PROl 186 has a 

35 calculated molecular weight of approximately 1 1 ,715 daltons and an estimated pi of approximately 9.05. Clone 
DNA60621-1516 was deposited with the ATCC on August 4, 1998 and is assigned ATCC deposit no. 203091. 
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An analysis of the Dayhoff database (version 35.45 SwissProt 35), using a WU-BLAST2 sequence 
alignment analysis of the full-length sequence shown in Figure 266 (SEQ ID NO:371), revealed some sequence 
identity between the PROH86 amino acid sequence and the following Dayhoff sequences: VPRAJDENPO, 
LFE4 CHICK, AF034208_1, AF030433J, A55035, COLRABIT, CELB0507 9, S67826J, S34665 and 
CRU73817J. 

EXAMPLE 119: Isolation of cDNA clones Encoding Human PRQ1198 

An initial DNA sequence referred to herein as DNA52083 was identified using a yeast screen in a 
human umbilical vein endothelial cell cDNA library that preferentially represents the 5' ends of the primary 
cDNA clones. DNA52083 was compared to ESTs from public databases (e.g., GenBank), and a proprietary 
EST database (LIFESEQ®, Incyte Pharmaceuticals; Palo Alto, CA), using the computer program BLAST or 
BLAST2 [Altschul et al., Methods in Enzvmology. 266:460480 (1996)]. The ESTs were clustered and 
assembled into a consensus DNA sequence using the computer program "phrap" (Phil Green. University of 
Washington, Seattle, Washington). One or more of the ESTs was obtained from human breast skin tissue 
biopsy. This consensus sequence is designated herein as DNA52780. 

In light of an observed sequence homology between the DNA52780 consensus sequence and an EST 
sequence encompassed within the Incyte EST clone no. 3852910, the Incyte EST clone 3852910 was purchased 
and the cDNA insert was obtained and sequenced. It was found that this insert encoded a full-length protein. 
The sequence of this cDNA insert is shown in Figure 267 and is herein designated as DNA60622-1525. 

The full length DNA60622-1525 clone shown in Figure 267 (SEQ ID NO:372) contained a single open 
reading frame with an apparent translational initiation site at nucleotide positions 54 to 56 and ending at the stop 
codon found at nucleotide positions 741 to 743. The predicted polypeptide precursor, which is shown in Figure 
268 (SEQ ID NO:373), is 229 amino acids long. PROl 198 has a calculated molecular weight of approximately 
25,764 daltons and an estimated pi of approximately 9.17. There is a signal peptide sequence at about amino 
acids 1 through 34. There is sequence identity with glycosyl hydrolases family 3 1 protein at about amino acids 
142 to about 175. 

An analysis of the Dayhoff database (version 35.45 SwissProt 35), using a WU-BLAST2 sequence 
alignment analysis of the full-length sequence shown in Figure 268 (SEQ ID NO:373), revealed some homology 
between the PROH98 amino acid sequence and the following Dayhoff sequences: ATF6H116, UCRIRAT, 
TOBSUP2NTJ, RCUERF3_1, AMU88186J, P_W22485, S56579, AF040711J, DPP4_PIG. 

Clone DNA60622-1525 was been deposited with the ATCC on August 4, 1998, and is assigned ATCC 
deposit no. 203090. 

EXAMPLE 120: Isolation of cDNA clones Encoding Human PROl 158 

Use of the signal sequence algorithm described in Example 3 above allowed identification of a single 
EST cluster sequence from the Incyte database. This EST cluster sequence was then compared to a variety of 
expressed sequence tag (EST) databases which included public EST databases (e.g. , GenBank) and a proprietary 
EST DNA database (LIFESEQ®, Incyte Pharmaceuticals, Palo Alto, CA) to identify existing homologies. The 
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FIGURE 265 

TGGCCTCCCCAGCTTGCCAGGCAC^AGGCTGAGCGGGAGGAAGCGAGAGGCATCTAAGCAGG 

CAGTGTTTTGCCTTCACCCCAAGTGACCATGAGAGGTGCCACGCGAGTCTCAATCATGCTCC 

TCCTAGTAACTGTGTCTGACTGTGCTGTGATCACAGGGGCCTGTGAGCGGGATGTCCAGTGT 

GGGGCAGGCACCTGCTGTGCCATCAGCCTGTGGCTTCGAGGGCTGCGGATGTGCACCCCGCT 

GGGGCGGGAAGGCGAGGAGTGCCACCCCGGCAGCCACAAGGTCCCCTTCTTCAGGAAACGCA 

AGCACCACACCTGTCCTTGCTTGCCCAACCTGCTGTGCTCCAGGTTCCCGGACGGCAGGTAC 

CGCTGCTCCATGGACTTGAAGAACATCAATTTTT^GCGCTTGCCTGGTCTCAGGATACCCA 

CCATCCTTTTCCTGAGCACAGCCTGGATTTTTATTTCTGCCATGAAACCCAGCTCCCATGAC 

TCTCCCAGTCCCTACACTGACTACCCTGATCTCTCTTGTCTAGTACGCACATATGCACACAG 

GCAGACATACCTCCCATCATGACATGGTCCCCAGGCTGGCCTGAGGATGTCACAGCTTGAGG 

CTGTGGTGTGAAAGGTGGCCAGCCTGGTTCTCTTCCCTGCTCAGGCTGCCAGAGAGGTGGTA 

AATGGCAGAAAGGACATTCCCCCTCCCCTCCCCAGGTGACCTGCTCTCTTTCCTGGGCCCTG 

CCCCTCTCCCCACATGTATCCCTCGGTCTGAATTAGACATTCCTGGGCACAGGCTCTTGGGT 

GCATTGCTCAGAGTCCCAGGTCCTGGCCTGACCCTCAGGCCCTTCACGTGAGGTCTGTGAGG 

ACCAATTTGTGGGTAGTTCATCTTCCCTCGATTGGTTAACTCCTTAGTTTCAGACCACAGAC 

TCAAGATTGGCTCTTCCCAGAGGGCAGCAGACAGTCACCCCAAGGCAGGTGTAGGGAGCCCA 

GGGAGGCC/^ATCAGCCCCCTGAAGACTCTGGTCCCAGTCAGCCTGTGGCTTGTGGCCTGTGA 

CCTGTGACCTTCTGCCAGAATTGTCATGCCTCTGAGGCCCCCTCTTACCACACTTTACCAGT 

TAACCACTGAAGCCCCCAATTCCCACAGCTTTTCCATTAAAATGCAAATGGTGGTGGTTGAA 

TCTAATCTGATATTGACATATTAGAAGGGAATTAGGGTGTTTCCTTAAACAACTCCTTTCCA 

AGGATCAGCCCTGAGAGCAGGTTGGTGACTTTGAGGAGGGCAGTCCTCTGTCCAGATTGGGG 

TGGGAGCAAGGGACAGGGAGCAGGGCAGGGGCTGAAAGGGGCACTGATTCAGACCAGGGAGG 

CAACTACACACCAACATGCTGGCTTTAGAATAAAAGCACCAACTGAAAAAA 
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MRGATRVSIMLLLVTVSDCAVITGACERDVQCGAGTCCAISLWLRGLRMCTPLGREGEECHP 
GSHKVPFPRKRKHHTCPCLPNLLCSRFPDGRYRCSMDLKNINF 
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FIGURE 267 

AGCGCCCGGGCGTCGGGGCGGTAAAAGGCCGGCAGAAGGGAGGCACTTGAGAAATGTCTTTC 

CTCCAGGACCCAAGTTTCTTCACCATGGGGATGTGGTCCATTGGTGCAGGAGCCCTGGGGGC 

TGCTGCCTTGGCATTGCTGCTTGCCAACACAGACGTGTTTCTGTCCAAGCCCCAGAAAGCGG 

CCCTGGAGTACCTGGAGGATATAGACCTGAAAACACTGGAGAAGGAACCAAGGACTTTCAAA 

GCAAAGGAGCTATGGGAAAAAAATGGAGCTGTGATTATGGCCGTGCGGAGGCCAGGCTGTTT 

CCTCTGTCGAGAGGAAGCTGCGGATCTGTCCTCCCTGAAAAGCATGTTGGACCAGCTGGGCG 

TCCCCCTCTATGCAGTGGTAAAGGAGCACATCAGGACTGAAGTGAAGGATTTCCAGCCTTAT 

TTCAAAGGAGAAATCTTCCTGGATGAAAAGAAAAAGTTCTATGGTCCACAAAGGCGGAAGAT 

GATGTTTATGGGATTTATCCGTCTGGGAGTGTGGTACAACTTCTTCCGAGCCTGGAACGGAG 

GCTTCTCTGGAAACCTGGAAGGAGAAGGCTTCATCCTTGGGGGAGTTTTCGTGGTGGGATCA 

GGAAAGCAGGGCATTCTTCTTGAGCACCGAGAAAAAGAATTTGGAGACAAAGTAAACCTACT 

TTCTGTTCTGGAAGCTGCTAAGATGATCAAACCACAGACTTTGGCCTCAGAGAAAAA ATGA T 

TGTGTGAAACTGCCCAGCTCAGGGATAACCAGGGACATTCACCTGTGTTCATGGGATGTATT 

GTTTCCACTCGTGTCCCTAAGGAGTGAGAAACCCATTTATACTCTACTCTCAGTATGGATTA 

TTAATGTATTTTAATATTCTGTTTAGGCCCACTAAGGCAAAATAGCCCCAAAACAAGACTGA 

CAAAAATCTGAAAAACTAATGAGGATTATTAAGCTAAAACCTGGGAAATAGGAGGCTTAAAA 

TTGACTGCCAGGCTGGGTGCAGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAGG 

TGAGCAAGTCACTTGAGGTCGGGAGTTCGAGACCAGCCTGAGCAACATGGCGAAACCCCGTC 

TCTACTAAAAATACAAAAATC7\.CCCGGGTGTGGTGGCAGGCACCTGTAGTCCCAGCTACCCG 

GGAGGCTGAGGCAGGAGAATCACTTGAACCTGGGAGGTGGAGGTTGCGGTGAGCTGAGATCA 

CACCACTGTATTCCAGCCTGGGTGACTGAGACTCTAACTAA 



